c Brucella abortus is divided into eight biovars, of which biovars 1 to 3 are the most frequently represented biovars in strains isolated from humans. Here, we report the genome sequence of B. abortus strain BCB034, a strain isolated from a human patient and that belongs to biovar 2.
B
rucellosis is one of the most common zoonotic infectious diseases, and it is epidemic worldwide. This disease causes both great economic loss and public health burdens (6) . Brucellosis is caused by bacteria of the genus Brucella and is characterized by abortion and infertility in many mammalian species, including humans. Brucella is divided into different species based on their pathogenicity, host preference, and phenotypic characteristics. These classical Brucella species display a marked host range, for example, the primary hosts for B. melitensis are sheep and goats, the primary host for B. abortus is cattle, and the primary host for B. canis is dogs (8) . These species are greatly adapted and evolutionarily linked to their preferred hosts (7) . A nonunique host indicates that each of these species has the capability to infect multiple species. Of the six conventional species, B. melitensis, B. abortus, B. suis, and B. canis infections have been reported in humans, but with decreased virulence. Infection of a different host usually means that pathogenic bacteria have adapted to the host and made genetic changes in the response to the host (3). Therefore, analysis of the genetic changes among strains from different hosts can provide information about bacterial adaptation mechanisms to hosts.
The wide range of different Brucella species makes Brucella a good model to investigate adaptation and microevolution of pathogenic bacteria. We are trying to sequence the genomes of strains from different Brucella species that were isolated from different hosts, as this will be valuable for investigation of microevolution of Brucella. B. abortus is one of the common species isolated from north China (2). B. abortus is divided into 8 biovars, of which biovars 1 to 3 are the most highly represented. Here, we report the genome sequence of B. abortus strain BCB034, a biovar 2 strain isolated from a human patient.
The genomic DNA of strain BCB034 was isolated from bacterial culture and sequenced with a HighSeq 2000 sequencer and a pairedend protocol. After filtering low-quality reads, the sequencing reads were assembled with the Clcbio genomics workbench, version 5.5, by the de novo assembly method. A total of 149 contigs were generated, 80 of which were Ͼ10 kb and 129 were Ͼ1 kb. The average length of the contigs was 21.8 kb, and the total length was 3,257,978 bp. The final approximate coverage for these contigs was about 124-fold. Then, the genome sequence was annotated. Open reading frames (ORFs) were predicted by using the RAST server (1). The rRNA was predicted by using RNAmmer (4), and tRNAs were identified with tRNAscan-SE 1.21 (5) . The sequenced reads were mapped to genome sequences of B. abortus 9-941, and genetic changes were predicted. A total of 642 small deletions and 137 small insertions were predicted. A total of 4,112 polymorphism sites were identified. Further comparative analysis between this strain and other Brucella spp. strains will contribute to an understanding of their roles in host adaptation and bacterial microevolution.
Nucleotide sequence accession numbers. The draft genome sequence of B. abortus strain BCB034 is available in GenBank under accession number ALOP00000000. The version described in this paper is the first version and was assigned accession number ALOP01000000.
